effective therapies for high-risk histological subtypes and recrudescence patients. 8 Mutations in the Wnt/β-catenin pathway-related Wilms tumor gene 1 (WT1), β-catenin, and WTX together have been detected in about one-third of WT cases. Extensive efforts have been made to seek causative genetic alteration for the rest of WT cases. 2 Several groups recently found that microRNA (miRNA) may play a pivotal role in WT development, and approximately 15% of WT patients harbor miRNA-processing gene mutations. 2, 5 Lin28, a direct target of miRNA let-7 and potent regulator of stem cell self-renewal and differentiation, is remarkably increased in some WTs. Enforced expression of Lin28b during kidney development could induce WT. 1, 2 Understanding of the genetic events is a pivotal component of preventive oncology. The rapid advances in genotyping technologies and the knowledge on human genome have made genome-wide association studies (GWASs) possible for human diseases, including cancer. 9 In the GWAS for WT which was carried out by Turnbull et al., 10 significant associations at 2p24 (rs3755132 G>T, rs807624 A>C) and 11q14 (rs790356 G>A), as well as candidate association signals at 5q14, 22q12, and Xp22 were identified. 10 Recently, Yu et al. 11 found that there is a significant association between variant G allele of rs11788747 A>G polymorphism in RECK gene and WT risk in Chinese children. However, the underlying genetic basis of most cases of WT remains unknown. 9 Although it is well-illustrated that LIN28B gene has an impact on metastasis and prognosis of human cancers, particularly on childhood cancers including WT and neuroblastoma, [12] [13] [14] The association of LIN28B gene single nucleotide polymorphisms with WT susceptibility and clinical features has been clarified. Our research group has previously identified that the LIN28B gene rs221634 A>T polymorphism was associated with an increased neuroblastoma risk in Southern Chinese children. 15 Regarding the biological importance of LIN28B gene and its implication in WT, we performed this hospital-based case-control study to determine whether polymorphisms in LIN28B gene were also associated with WT risk in Chinese children. 
| MATERIALS AND METHODS

| Study subjects
| Polymorphisms selection and genotyping
We chose four potentially functional polymorphisms (rs314276 C>A, rs221634 A>T, rs221635 T>C and rs9404590 T>G) in the LIN28B gene based on the criteria as we described previously. 15 We performed genotyping using Taqman real-time PCR system as reported elsewhere. 21 Additionally, approximately 10% samples were selected randomly and genotyped with sequencing for quality control, and the reproducibility was 100%. All statistical tests were two-sided. P<.05 was considered as statistically significant. All statistical analyses were performed using SAS software (Version 9.1; SAS Institute, Cary, NC, USA).
| Statistical analysis
| RESULTS
| Demographic characteristics
As shown in Table 1 
| Associations between LIN28B gene polymorphisms and WT susceptibility
The genotype frequencies of the four polymorphisms in WT cases and cancer-free controls were shown in Table 2 . Of all the participants, 142 cases and 530 controls were successfully genotyped. 
| Stratified analysis
We next evaluate the association of the rs314276 C>A and combined risk genotypes with WT susceptibility in the stratified analysis, as shown in 
| DISCUSSION
In our current hospital-based case-control study, we explored the association between LIN28B gene polymorphisms and WT risk, and found the rs314276 C>A polymorphism was associated with WT susceptibility in a Southern Chinese population.
The LIN28B gene is located on chromosome 6q21, consisting of seven exons. 23 This gene was first identified by Guo et al. 24 32 and neuroblastoma. [33] [34] [35] In cases of pediatric cancers, such as germ cell tumors, neuroblastoma and WT, LIN28B appears to prolong the embryonic patterns of tissue growth. 12 Urbach et al. 12 demonstrated that LIN28B overexpression occurred in up to 30% of human Wilms tumors, suggesting implication of the Lin28/Let-7 pathway in kidney development and tumorigenesis. 12 Interestingly, later studies illustrated that the LIN28B gene rs314276 C>A polymorphism, included in our current study, is associated with timing of puberty, 36 BMI variation across the life course, 37 finger-length ratio, 38 growth in height from birth to adulthood, 39 central precocious puberty and early puberty in girls, 40 as well as childhood obesity and age at menarche. 41 All the subjects were enrolled only from our hospital and restricted to a Chinese Han population, thus these finding may not be directly generalized into other populations. Third, we only included four potentially functional polymorphisms in the study. In the future, all functional polymorphisms in LIN28B gene should be investigated in different ethnicities, which may yield a meaningful conclusion. Finally, selection and information bias might be unavoidable because of the nature of retrospective study design. Also, some important information was unavailable in our study, such as the paternal exposures, living environment, and dietary intake for the included children, which limited our ability to perform gene-environmental interactions analysis in WT susceptibility.
In conclusion, we found that the LIN28B gene rs314276 C>A polymorphism may associate with a decreased Wilms tumor susceptibility in Southern Chinese children. However, well-designed prospective studies with larger sample size involving different ethnicities, as well as further functional studies are needed to confirm our findings. 
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